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Supplementary Figure S1. iTRAQ-based proteomics strategy for analysis of Na2CO3-

responsive proteins in Puccinellia tenuiflora roots  

 

Plant growth  

25 °C and 75% relative humidity for 50 days 

Root harvesting 

Three biological replicates 

Protein extraction 

Protein reduction, alkylation, and tryptic digestion 

Sample fractionation by strong cation exchange column 

Control 
150 mM 

Na2CO3, 12h 
200 mM 

Na2CO3, 12h 
150 mM 

Na2CO3, 24h 
200 mM 

Na2CO3, 24h 

 
iTRAQ 

labeling 113 
iTRAQ 

labeling 114 
iTRAQ 

labeling 115 
iTRAQ 

labeling 116 
iTRAQ 

labeling 117 

LC-MS/MS analysis by TripleTOF 5600 system 

Protein identification and quantification  

by ProteinPilot Software 4.5 

Protein classification and protein-protein interaction analysis 



3 

Supplementary Figure S2. Multiple amino acid sequence alignment of calcium-

dependent protein kinases from Arabidopsis (AtCPK6), rice (OsCDPK7), and 
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Puccinellia tenuiflora (PtCDPK). The Gi numbers of AtCPK6 and OsCDPK7, and encoding 

unigene name of PtCDPK were listed on the left side. Completely conserved residues among 

all three proteins were presented in red fonts and marked with asterisks in the consensus line. 

The dot indicates conserved region between two proteins. Conserved residues between 

PtCDPK and AtCPK6/OsCDPK7 were presented in blue fonts. 


